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Cluster: 0128 mtu; resid: 0.56; r/c: 18/250
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Cluster: 0128 mtu; resid: 0.56; r/c: 18/250

x.range

upstream meme PSSM #1; e=6.8e−50
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DNA polymerase III subunit beta: RV0002−0.74

recombination protein F: RV0003−0.74

hypothetical protein: RV0004−0.74

cysteinyl−tRNA synthetase: RV3580C−2.49

hypothetical protein: RV3026C−5.43

hypothetical protein: RV3027C−5.43

POSSIBLE GLYCOSYL HYDROLASE: RV1096−6.87

prolyl−tRNA synthetase: RV2845C−9.37

hypothetical protein: RV2603C−9.97

PROBABLE TRANSPOSASE: RV3798−10.14

thymidylate kinase: RV3247C−10.83

PROBABLE TRANSFERASE: RV1201C−10.88

dipeptidase: RV1202−10.88

3−hydroxybutyryl−CoA dehydrogenase: RV0468−11.27

tRNA pseudouridine synthase B: RV2793C−11.38

hypothetical protein: RV2794C−11.38

hypothetical protein: RV1060−11.38

hypothetical protein: RV2795C−11.38

log10(P) upstream meme log10(P.clust)=−7.85; 18 seqs; 13 uniq
c(0.5, 2.5)
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